We report the whole genome sequencing data and de novo genome assemblies for eight extended-spectrum beta-lactamases (ESBL) producing Enterobacteriaceae isolates from Malaysia consisting of four Klebsiella pneumoniae, two Enterobacter harmaechei, one Citrobacter freundii and one Escherichia coli. We identified at least one ESBL gene in each genome, with bla CTX-M-15 being the most prevalent ESBL gene in the current genomic sampling.
Data
There is a paucity of genomic resources for Enterobacteriaceae pathogens in Malaysia [1e3] despite the increasing prevalence of antibiotic resistance among members of this microbial family in the country and more broadly the Southeast Asia [4, 5] . In this data article, we generated sequencing data and assembled the draft genomes of eight extended-spectrum beta-lactamases (ESBL) producing Enterobacteriaceae bacteria isolated from a hospital in southern Malaysia. The isolates were classified to the species level as Klebsiella pneumoniae (n ¼ 4), Enterobacter harmaechei (n ¼ 2), Citrobacter freundii (n ¼ 1) or Escherichia coli (n ¼ 1). High genome completeness (>97%) was observed for the assembled genomes ( Table 1 ). The number of beta-lactamase genes identified in the assembled genomes ranged from 1 to 3, with bla CTX-M-15 being the most prevalent beta-lactamase gene found in the current genomic sampling (Table 2) . Specifications Value of the data This data contributes important genomic resources that will facilitate the move towards genome-based pathogen surveillance in Malaysia. The annotation of antibiotic resistance genes will contribute to the understanding of antibiotic resistance mechanism and diversity among Enterobacteriaceae isolates in Malaysia.
The genomes reported will also be useful for comparative genomics studies aimed at elucidating the evolutionary relationships among pathogenic strains. 2. Experimental design, materials, and methods
Culturing and DNA extraction
Eight ESBL-producing Enterobacteriaceae isolates were collected from a hospital located in Johor, Malaysia. The isolates were cultured and maintained on Nutrient Agar at 37 C. Pure colonies from each culture were scrapped with a sterile pipette tip and transferred into an SDS-lysis buffer for DNA extraction, as previously described [6] .
Library preparation and sequencing
The purified DNA was processed using the Nextera XT library preparation kit according to the manufacturer's instructions. Sequencing was performed on the Illumina MiSeq located at Monash University Malaysia Genomics Facility (2 Â 150 bp run configuration).
De novo genome assembly
Nextera Illumina adapter sequences were trimmed from the raw paired-end reads using Trimmomatic version-0.36 [7] . The adapter-trimmed reads were error-corrected and assembled de novo using Unicycler version-0.4.7 [8] .
Genome assessment, taxonomic assignment, and antibiotic resistance gene annotation
Protein-coding genes were predicted for each assembled genome using Prodigal version-2.6 [9] . The predicted genes were used as the input for BUSCO version-3 to estimate genome completeness based on the Enterobacteriales odb9 dataset [10] . In-silico genome-genome hybridization was performed with JSpecies version-1.2.1 [11] using the type strain genomes of selected Enterobacteriaceae spp. as the references (Table 1 ). The annotation of antibiotic resistance gene used Abricate version-0.8.7 (https:// github.com/tseemann/abricate) and the ResFinder database [12] .
